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WTS analysis of mRNA abundance of PI3K pathway and core G1 cell cycle genes.
Median mRNA abundance determined by WTS of genes shown in Figure 1 (upper panel) and in Figure 3 (lower panel). The genes that are differentially expressed in PBCs and primary MCL were identified using t-test (*p < 0.05) TABLE S2.
Significant single nucleotide variants detected in coding regions
Significant single nucleotide variants (SNVs) present in coding regions (CDSs, nonsynonymous) . SNVs that were also detected in PBC libraries were removed, and a threshold of 30x coverage as well as a score >100 were applied. Nc : Nucleotide, Aa : Amino acid Non-synonymous mutations are considering damaging for the protein functions when predicted by both SIFT and PROVEAN (Protein Variation Effect Analyzer) SIFT (http://sift.jcvi.org/) and PROVEAN (http://provean.jcvi.org/index.php) predicts whether an amino acid substitution affects protein function and their prediction are based on the possible impact of an amino acid substitution on the structure and function of the protein using straightforward physical and comparative considerations. Figure S3A . DNA fragmentation was determined by Topro-3 staining and FACS analysis and cell viability was determined by Tripan blue exclusion staining in triplicate after 72 h of GDC-0941 treatment. 
